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Figure 7. Counterselectable suicide vector for gene 
replacement of hrca in M.tuberculosis and M.bdvis BCG. 
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' Figure 8. Southern blot of Kpnl digested gDNA 
probed with HRCA1/HRCA2. Lane 1, hindm digest 
of X DNA; lane2, Mtuberculosis AhspR; lane 3, 
KLtuberculosis AhspR Ahrca. 
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Figure 9. SDS-PAGE showing 
overexpressed CIpB, Hsp70, Hsp60 
and Hspl 0 (GroES) in the hspR and 
hrca deleted strain. Lane 1, wild type 
Mtuberctdosis H37Rv; lane 2, 
Mtuberculosis AhspR Ahrca. 
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Figure 10 
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